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Supplementary Table S3. Demographic and clinical characteristics of the patients with asthma grouped by cluster analysis in validation cohort (GSE41863)
	Variables

	Total
	Cluster I
	Cluster II
	χ2/z

	p-valuea

	Number
	47
	28
	19
	
	

	Age, year, median (Q1,Q3)
	57 (21, 82)
	58 (33, 82)
	57 (21,78)
	0.553
	0.580

	Gender,n(%)
	
	
	
	0.004
	0.950

	Female
	22
	11 (52.3)
	19 (57.5)
	
	

	Male
	25
	10 (47.7)
	14 (42.5)
	
	

	Airway inflammation n(%)
	
	
	
	
	

	Eosinophilic
	15
	14(50.0)
	1(4.2)
	10.204
	0.001

	Neutrophilic
	17
	8 (28.6)
	9 (47.4)
	1.695
	0.187

	Paucigranulocytic
	10
	3(10.7)
	7 (36.8)
	4.515
	0.034

	Mixed Granulocytic
	5
	3 (10.7)
	2 (10.5)
	0.0004
	0.984


a Compare between Cluster I and Cluster II.



















Supplementary Figures 
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Supplementary Figure S1. Cluster-consensus score bar-plot of the validation dataset. The bar-plot represents the consensus scores for subgroups with cluster count (k) ranging from 2 to 8.
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Supplementary Figure S2. Consensus matrix heatmap of the validation dataset (GSE41863). The color-coded heatmap represents the consensus matrix with consensus k=2, which was determined by the minimal consensus scores for subgroups (>0.8). Color gradients represent consensus values from zero to1. White corresponds to 0 and dark blue to 1. 
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